Near-Complete Genome Sequences of Nine SARS-CoV-2 Strains Harboring the D614G Mutation in Malaysia by Zainulabid, Ummu Afeera et al.
Near-Complete Genome Sequences of Nine SARS-CoV-2 Strains
Harboring the D614G Mutation in Malaysia
Ummu Afeera Zainulabid,a,g Norhidayah Kamarudin,b Ahmad Hafiz Zulkifly,b Han Ming Gan,c Darren Dean Tay,g Shing Wei Siew,g
Aini Syahida Mat Yassim,d,g Sharmeen Nellisa Soffian,g Ahmad Afif Mohd Faudzi,e,f Ahmad Mahfuz Gazali,g,h
Gaanty Pragas Maniam,g,h Hajar Fauzan Ahmadg,h
aDepartment of Internal Medicine, Sultan Ahmad Shah Medical Centre @IIUM, Kuantan, Pahang, Malaysia
bMicrobiology Unit, Department of Pathology & Laboratory Medicine, Sultan Ahmad Shah Medical Centre @IIUM, Kuantan, Pahang, Malaysia
cGeneSeq Sdn. Bhd., Bandar Baru Bukit Beruntung, Selangor, Malaysia
dAustralian Institute for Bioengineering and Nanotechnology, The University of Queensland, St. Lucia, QLD, Australia
eCollege of Engineering, Universiti Malaysia Pahang, Lebuhraya Tun Razak, Gambang, Pahang, Malaysia
fCentre of Excellence for Data Science and Artificial Intelligence (Data Science Centre), Universiti Malaysia Pahang, Lebuhraya Tun Razak, Gambang, Pahang, Malaysia
gFaculty of Industrial Sciences & Technology, Universiti Malaysia Pahang, Lebuhraya Tun Razak, Gambang, Pahang, Malaysia
hCentre for Research in Advanced Tropical Bioscience (Biotropic Centre), Universiti Malaysia Pahang, Lebuhraya Tun Razak, Gambang, Pahang, Malaysia
ABSTRACT Here, we report the nearly complete genome sequences of nine severe
acute respiratory syndrome coronavirus 2 (SARS-CoV-2) variants with the D614G muta-
tion. These viruses were detected from various infected individuals with different levels
of severity from Pahang, Malaysia. In addition, this study described the presence of line-
age B.1.351 as a type of variant of concern (VOC) and lineages B.1.466.2 and B.1.524 as
local variants.
The current pandemic of coronavirus disease 19 (COVID-19) is caused by severe acuterespiratory syndrome coronavirus 2 (SARS-CoV-2), which belongs to the viral family
Coronaviridae and genus Betacoronavirus (1). The COVID-19 D614G mutation was associ-
ated with higher risk of infection (2). Here, we report nine nearly complete genome
sequences of variants of concern (VOC) from the Beta B.1.351 lineage and several unas-
signed variants that belong to local lineages (3). The clinical specimens of nine patients
with various clinical presentations in Sultan Ahmad Shah Medical Centre @IIUM (SASMEC
@IIUM) were collected directly from combined oropharyngeal and nasopharyngeal swabs
in April 2020 and April 2021. These individuals were detected as COVID-19-infected indi-
viduals through reverse transcriptase PCR (RT-PCR) (threshold cycle [CT] value,,30) and
traced from active contact tracing during severe acute respiratory infection (SARI) surveil-
lance. The study was approved by the International Islamic University Malaysia Research
Ethics Committee (IREC 2021-080).
The total RNA was extracted using a Maxwell HT simplyRNA kit (Promega, USA) and
converted into cDNA using SuperScript IV reverse transcriptase (Invitrogen) with some
modifications; a hexamer annealing and extension step of 25°C for 2 min was performed,
followed by cDNA synthesis at 42°C for 50 min. A portion (1:10 volume) of the cDNA from
sample IIUM91 was used as the template for multiplex PCR using Q5 high-fidelity DNA po-
lymerase (New England BioLabs [NEB], USA) and the Artic v3 primer pools. The amplicons
for more recent samples were generated using the commercially available NEBNext ARTIC
SARS-CoV-2 companion kit (NEB). Equal volumes of PCR products obtained from the
two primer pools were mixed; pool 1 and pool 2 were mixed according to the designated
protocols (4) and purified using AMPure XP for PCR purification (Beckman Coulter Life
Sciences, USA). The purified PCR products were quantified using a double-stranded DNA
(dsDNA) high-sensitivity assay (DeNovix, Inc., USA), and 50ng was used to construct an
Citation Zainulabid UA, Kamarudin N, Zulkifly
AH, Gan HM, Tay DD, Siew SW, Mat Yassim AS,
Soffian SN, Mohd Faudzi AA, Gazali AM,
Maniam GP, Ahmad HF. 2021. Near-complete
genome sequences of nine SARS-CoV-2 strains
harboring the D614G mutation in Malaysia.
Microbiol Resour Announc 10:e00657-21.
https://doi.org/10.1128/MRA.00657-21.
Editor Simon Roux, DOE Joint Genome
Institute
Copyright © 2021 Zainulabid et al. This is an
open-access article distributed under the terms
of the Creative Commons Attribution 4.0
International license.
Address correspondence to Hajar Fauzan
Ahmad, fauzanahmad@ump.edu.my.
Received 3 July 2021
Accepted 13 July 2021
Published 5 August 2021













































brought to you by COREView metadata, citation and similar papers at core.ac.uk
provided by The International Islamic University Malaysia Repository
Illumina library using the NEB UltraII library preparation kit as described previously (5). The
constructed library was sequenced on an iSeq 100 sequencing system (Illumina, Inc., USA)
with run configuration of 1 300bp or 1 250 bp. On average, 125,319 single-end reads
were generated from each sample (minimum, 68,787; maximum, 423,112). These raw reads
were used to reconstruct the SARS-CoV-2 genome using a combination of bioinformatic tools
as listed at https://github.com/CDCgov/SARS-CoV-2_Sequencing/tree/master/protocols/BFX
-UT_ARTIC_Illumina. Briefly, the raw reads were aligned to the reference strain WuHan-Hu-1
genome (GenBank accession number MN908947) using the Burrows-Wheeler Aligner MEM
algorithm (BWA-MEM) v0.7.17-r1188 (6) and subsequently trimmed to remove the primer
binding region, and a consensus genome was generated from the filtered alignment using
iVar v1.2.2 (7). Details regarding the reported genomes are summarized in Table 1.
Of the nine strains sequenced, six were classified as the B.1.351 variant, which harbors
the E484K and N501Y mutations commonly associated with increased transmission rate (8).
In addition, this study also documented B.1.524 of Malaysian lineage and B.1.466.2 and
B.1.468 of Indonesian lineages.
Data availability. These sequences were deposited in GenBank under the accession
numbers MW079428.1 and MZ443817.1 to MZ443824.1. The accession numbers in the
NCBI Sequence Read Archive (SRA) are SRP286590 and SRP324679. The sequences in the
GISAID database are as follows: EPI_ISL_455313, EPI_ISL_2622006, EPI_ISL_2622007,
EPI_ISL_2622045, EPI_ISL_2622046, EPI_ISL_2622047, EPI_ISL_2622079, EPI_ISL_2622088,
and EPI_ISL_2622089.
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